Secondary endosymbiont diversity of Bemisia tabaci and its parasitoids.
Cotton whitefly, Bemisia tabaci (Gennadius) (Hemiptera: Aleyrodidae) is one of the most important insect pests worldwide. It is known as a species complex consisting of at least 40 cryptic species. Although there are substantial data regarding species composition, parasitoids and endosymbionts of B. tabaci, data on relationship between the pest, parasitoids and endosymbionts are very restricted. Therefore, in this study, secondary endosymbionts in populations of B. tabaci and their parasitoids collected from Turkey and the USA were determined by PCR-based DNA analysis. Whitefly populations in Turkey represented both Mediterranean (MED) and Middle East-Asia Minor1 (MEAM1) genotypes from single or mixed populations of both genotypes. Arsenophonus, Rickettsia and Wolbachia were found in MED, while Hamiltonella and Rickettsia in MEAM1. Whitefly populations collected from Arizona were all MEAM1 and dually infected with Hamiltonella and Rickettsia. The aphelinid parasitoids Encarsia lutea and Eretmocerus mundus predominated in all Turkish populations. While almost all En. lutea populations were infected with Wolbachia, no endosymbionts were detected in any Er. mundus. Parasitoid species and the pattern of secondary endosymbiont infection in Arizona populations were different with Rickettsia detected only from Encarsia sophia while both Rickettsia and Wolbachia were found in Eretmocerus species. As a result, four secondary endosymbionts, namely, Rickettsia, Hamiltonella, Arsenophonus and Wolbachia, were detected from B.tabaci and its parasitoids. Among them only Wolbachia and Rickettsia were found in both the pest and parasitoids. It is conclude that further studies should be pursued to determine effect of these endosymbionts on biology of the parasitoids and success in biological control of B. tabaci.